REVIEWER INDEX 
to Volume 125, May—August, 1990 


Below is a list of the people who reviewed manuscripts for GENETICS during the preparation of Volume 125. 
The aim of GENETICS is to communicate significant research. To succeed, we must recognize what is significant, 
making sure the presentation is accurate, unambiguous and easily readable. For this, we depend heavily on our 
reviewers, who perform this indispensable service without reward. The quality of the journal strongly reflects 
the quality of their efforts. We apologize to any reviewer whose name has been inadvertently omitted, and we 
are sincerely grateful to all. 


Akeson, R. 
Anderson, R. P. 
Aquadro, C. F. 
Artz, K. 


Baker, B. 
Barker, J. S. F. 
Bell, G. 
Bender, W. 
Benson, N. 
Birchler, J. A. 
Bonner, J. 
Boyd, J. B. 
Brent, R. 
Brown, G. 
Burnatsky, R. 
Burtis, K. 
Burton, R. S. 
Byers, B. 


Cavener, D. 


Cebro-Thomas, J. 


Chakraborty, R. 
Chan, C. 
Chandlee, J. M. 
Chandler, V. L. 
Chapman, V. 
Charlesworth, B. 
Chumley, F. 
Cohan, F. M. 
Collins, R. 
Cooley, L. 
Copeland, N. 
Coyne, J. A. 
Crozier, R. H. 
Curtsinger, J. W. 


Douglas, M. 
DuBose, R. 
Duncan, I. W. 
Dunlap, J. 
Dutton, F. L. 


Eanes, W. F. 
Easteal, S. 
Eisen, E. J. 
Engelke, D. 


Engels, W. R. 
Errede, B. 


Falco, S. C. 
Feiss, M. 
Fink, G. R. 
Flach, J. 
Fox, T. D. 


Geiduschek, E. P. 
Gillespie, J. H. 
Gin, L. 

Gold, L. 

Golding, G. B. 
Goldstein, L. S. B. 
Goodnight, C. J. 
Gottlieb, L. D. 
Greenwald, I. 
Grigliatti, T. A. 


Hall, B. G. 
Hawley, R. S. 
Hey, J. 
Hiraizumi, Y. 
Hoffman, A. A. 
Holland, M. 
Houle, D. 


Irick, H. 
Ishii, K. 


Johnston, M. 
Justice, M. 


Kaplan, N. L. 
Keightley, P. 
Kemphues, K. J. 
Kidwell, M. G. 
Kinsey, J. A. 
Kirkpatrick, M. 
Klapholz, S. 
Koford, E. 
Krider, H. 
Kunz, B. 


Laird, C. 
Langley, C. 
Levin, B. R. 


Levings, C. S. 
L’Hernault, S. W. 
Liebman, S. 
Lim, J. K. 

Lin, E. C. C. 
Locke, J. 

Low, K. B. 

Lyon, M. F. 


Mackay, T. F. C. 
Macrae, A. 
Majumder, P. 
Makaroff, C. 
Maloney, D. 
Marzluf, G. A. 
McClintock, B. 
McKechnie, S. 
Meneely, P. M. 
Messing, J. 
Miller, J. 

Moir, D. 
Moore, P. 
Mueller, L. D. 


Nadeau, J. 
Nasrallah, J. B. 
Neff, N. 

Nei, M. 
Nelson, M. A. 
Nelson, T. 
Newfeld, S. 
Newton, K. 
Nicolet, C. 
Nur, U. 


O’Donnell, J. M. 
Orr, A. 
Osborne, T. C. 


Pashley, D. 
Paterson, A. 
Petes, T. 
Poethig, R. S. 
Potter, S. 
Poyton, R. O. 


Rand, J. 


Rank, G. H. 
Redfield, R. 
Rinchik, E. M. 
Rine, J. 
Ripley, L. 
Robertson, H. 
Rothstein, R. 


Sawyer, S. 
Schaaper, R. 
Schaeffer, S. 
Schild, D. 
Schimenti, J. 
Schimke, R. 
Schwager, S. 
Shaw, R. 
Silvers, W. K. 
Smouse, P. E. 
Snyder, M. 
Spradling, A. C. 
Sprague, G. 
Stephan, W. 
Stern, D. 
Stoneking, M. 
Strobeck, C. 
Sullivan, D. T. 
Szostak, J. W. 


Takahata, N. 
Tavare, S. 
Thaler, D. S. 
Thomas, J. 
Tobin, S. 
Trent, C. 


Via, S. 
Vodkin, L. 


Wieschaus, E. 
Wolfner, M. 
Wu, 

Wu, C-T. 


Yedvobnick, B. 
Young, M. 
Young, N. 


Zahler, S. 
Zolan, M. 


HE 


Anleitner, J. E., 155 
Arcangeli, L., 155 
Artz, S. W., 709, 719 
Asmussen, M. A., 215 
Atkin, A. L., 833 
Axelrod, D. E., 633 


Baker, B. S., 783 
Barton, M. K., 29 
Basnayake, E., 215 
Bell, J. B., 833 
Belote, J. M., 783 
Berg, B. L., 691 
Berget, P. B., 673 
Bhat, P. J., 281 
Bingham, B., 129 
Birchall, J. C., 505 
Birchler, J. A., 41 
Boyd, J. B., 813 
Brennan, M. D., 599 
Brody, E., 237, 249 
Brook, W. J., 833 
Brown, A. J. L., 803 
Bryan, G., 103 
Buckley, A. M., 305, 313 


Cabrera, M., 275 
Chada, K., 855 
Chorsky, R. L., 783 
Christensen, A. C., 795 
Chu, C. C., 261 
Chung, M. A., 505 
Clark, A. G., 515 
Clark, A. J., 261 
Condamine, H., 175 
Consonni, G., 193 
Copeland, N. G., 421, 855 
Cottrell, D. A., 505 
Crow, J. F., 201, 669 
Cruz, C., 275 
Cummings, D. J., 775 
Cupples, C. G., 275 


Daegelen, P., 237, 249 
Davies, J. A., 821 
Dawe, Y., 161 

Dean, D. H., 703 

de la Pompa, J. L., 383 
Denniston, C., 201 
Devlin, R. H., 129 
Diggins, L. T., 585 
Dixon, C. K., 739 
Dorer, D. R., 795 


AUTHOR INDEX 
to Volume 125, May—August 1990 


Dunn, L. C., 231 
Dushay, M. S., 557 


Eanes, W. F., 845 
Edgar, L. G., 505 
Eicher, E. M., 431 


Fairfull, R. W., 161 
Falco, S. C., 13 
Fandl, J. P., 709, 719 
Faulds, D., 463 
Ferrari, D. C., 505 
Ferris, A., 383 
Ficke, M. B., 13 
Fox, M. S., 463 
Fox, T. D., 495 
Frank, S. A., 207 
Fukuda, M., 729 
Fukui, M., 729 
Fuller, M. T., 77 


Gaber, R. F., 305, 313 
Garza, D., 103 
Gavazzi, G., 193 
Gavora, J. S., 161 
Gebhardt, C., 645 
Gelman, R., 167 
Gilbert, D. J., 855 
Golic, K. G., 51 
Golin, J., 13 
Greenacre, M. L., 557 
Groffen, J., 855 
Guénet, J.-L., 175 


Haffter, P., 495 
Hake, S., 623 

Hall, B. D., 293 
Hall, H. G., 611 
Hall, J. C., 557 
Harris, P. V., 813 
Hartl, D., 103 
Harvey, S., 683 
Hawley, R.S., 115 
Haymer, D. S., 155 
He, M., 155 

Hearn, M. G., 141 
Heisterkamp, N., 855 
Hilger, F., 313 

Hill, C. W., 683 
Hiraizumi, Y., 515 
Hoffman, F. M., 783 
Hogan, E., 763 
Hopper, J. E., 281 


Houtchens, K., 155 


Ishino-Arao, Y., 729 
Ivy, J., 155 
Ivy, J. M., 321 


Jacob, F., 175 
James, P., 293 
Jenkins, M. A., 421 
Jenkins, N. A., 855 
Johnston, S. A., 21 
Jones, E. W., 739 
Justice, M. J., 855 


Kafer, E., 341 
Katona, L., 845 
Kimble, J., 29 
Kimmel, M., 633 
Klar, A. J. S., 321 
Ko, C. H., 305 
Konopka, R. J., 557 
Koshland, D., 763 
Kuhnlein, U., 161 
Kyriacou, C. P., 557 


Lee, B. K., 431 
Leppert, G., 13 
Leuther, K. K., 21 
Lin, C.-I. P., 321 
Livi, G. P., 321 
LLamazares, S., 383 
Lohe, A. R., 399 
Longtine, M., 845 
Lyon, M. F., 231 


Mackay, T. F. C., 1, 803 
Mahajan, S. K., 261 
Mahowald, A. P., 535 
Mains, P. E., 351 
Manolson, M. F., 739 
Mathern, J., 623 
Mathog, D., 371 
Maurides, P. A., 673 
McDevitt, R., 13 
McGhee, J. D., 505 
McKeown, M., 783 
McMullin, T. W., 495 
Mereghetti, M., 193 
Metzenberg, R. L., 457 
Miklos, G. L. G., 821 
Miller, J. C., 873 
Miller, J. H., 275 
Mitchelson, A., 821 


Miyakawa, I., 729 
Miyashita, N. T., 407 
Moore, K. J., 421 
Mote, J., Jr., 599 


Nag, D. K., 753 
Nei, M., 873 
Nigro, L., 551 


Oh, D., 281 
O’Hare, K., 821 
Oliver, B., 535 
Ono, B-i., 729 
Orr, D., 557 
Oza, K., 341 


Palmer, R. E., 763 
Panthier, J.-J., 175 
Pauli, D., 535 
Petes, T. D., 753 
Phillips, M. D., 91 
Pongs, O., 383 
Prout, T., 551 


Rabinow, L., 41 
Regan, C. L., 77 
Ritter, E., 645 
Roberts, P. A., 399 
Robertson, A., 1 
Rosbash, M., 557 


Russell, M. A., 833 


Sakaguchi, K., 813 
Salamini, F., 645 
Salmeron, J. M., Jr., 21 
Sando, N., 729 

Sano, Y., 183 

Saul, S. H., 155 
Scandalios, J. G., 867 
Schwarz, J. J., 673 
Scott, I. M., 833 
Sharon, G., 475, 487 
Shearn, A., 91 
Sherman, F., 9, 333 
Shrimpton, A. E., 803 
Silan, C. M., 855 
Silliker, M. E., 775 
Simchen, G., 475, 487 
Siracusa, L. D., 855 
Slatkin, M., 207 
Stahl, F. W., 463 
Stahl, M. M., 463 
Stewart, V., 691 
Sulston, I. A., 351 
Svendsen, P. C., 505 
Swing, D. A., 421 


Tajima, F., 447 
Takasugi, K., 729 
Taniguchi, M., 729 


Tanouye, M. A., 383 


Templin, A., 261 


Thanaphum, S., 155 
Thorner, L. K., 709, 719 
Tonelli, C., 193 

Tudor, M., 821 


Van Dyk, T. K., 13 
Veit, B., 623 
Vidal, M., 313 
Vollbrecht, E., 623 


Wadsworth, G. J., 867 
Wakem, L. P., 333 
Wakimoto, B. T., 129, 141 
Ward, P. J., 655 
Watson, A., 167 
Weber, K. E., 579, 585 
Williams, J. A., 833 
Williams, R. M., 167 
Willis, D. K., 261 
Wood, W. B., 351 
Woolford, C. A., 739 
Wright, R., 739 

Wu, C.-Y., 599 


Yamamoto, M.-T., 821 
Yunis, E., 167 


Zadworny, D., 161 
Zeigler, D. R., 703 
Zhang, P., 115 


aA 


SUBJECT INDEX 
to Volume 125, May—August 1990 


Actin, genes in Ceratitis capitata, 155 
Adenosine 3’,5’-cyclic monophosphate, regulation, 
adenylate cyclase gene of Salmonella typhimu- 
rium, 719 
Adenylate cyclase, gene sequence, Salmonella typhi- 
murium, 709, 719 
Alcohol dehydrogenase, Hawaiian Drosophila genes, 
tissue-specific expression phenotypes, Droso- 
phila melanogaster transformants, 599 
Allele 
catalase null, maize, 867 
diallelic, pairwise interaction model, frequency-de- 
pendent selection, 215 
differential sensitivity, negative segregation distor- 
tion, Drosophila melanogaster, 515 
frequency dynamics, alternative fitness models, 201 
fungal mating, role of similarity and difference, 457 
Kn 1-0, tandem duplication, maize, 623 
replacement, adenylate cyclase gene of Salmonella 
typhimurium, 719 
translation in yeast mitochondria, 495 
ug, gene fusion in Drosophila and, 833 
Apis mellifera, 611 
Artificial selection, Drosophila melanogaster, transpos- 
able element-induced response to, 803 
Aspergillus nidulans, transformation, cloning of DNA 
repair gene, uvsF, 341 


Bacillus subtilis, 703 
Bacteriophage \, break-join recombination, 463 
Bacteriophage P22, tailspike protein of, intragenic 
suppression, 673 
Bacteriophage T4 
rIIA gene 
DNA sequence and discovery, 237 
regulation of mRNA synthesis, 249 


Caenorhabditis elegans, 29, 351, 505 
Carboxyl esterase, production of null mutants, ges-1, 
Caenorhabditis elegans, 505 
Ceratitis capitata, 155 
Chicken, inbreeding assessment, DNA fingerprinting, 
161 
Chimpanzee, average number of nucleotides, method 
for estimating, 873 
Chromosome 
10, genetic linkage map, mouse, 855 
artificial, mitotic transmission of, mutants of yeast, 
763 
bacterial organization of, Bacillus subtilis, 703 
mathematical models of gene amplification, cellular 
drug resistance, tumorigenicity, 633 
mixed segregation, single-division meiosis, Saccha- 


romyces cerevisiae, 475 
Mtv proviral loci, NXSM _ recombinant inbred 
strains, mouse, 431 
rearrangements, heterochromatic genes in chro- 
mosome 2L, Drosophila melanogaster, 141 
salivary region 73AD, cytogenetic analysis, 783 
single-division meiosis, centromeric control of seg- 
regation, yeast, 487 
specific loss, chromosomal assignment of mutations, 
yeast, 333 
structure, Drosophila melanogaster X, cloned DNA 
sequence in, 821 
Chromosome Y 
amplified rDNA spacer without rRNA genes, 399 
two tests of variation in male fertility, Drosophila 
melanogaster, 527 
Circadian rhythm, phenotypic and genetic analysis of 
Clock, Drosophila melanogaster, 557 
Cytochrome yeast, 1 


Dihydrofolate reductase, mathematical models of 
gene amplification, cellular drug resistance, tu- 
morigenicity, 633 

Diploidization, endomitotic, homothallism, Saccharo- 
myces cerevisiae, 729 

DNA 

cross-linking agents, hypersensitivity to, mus308 
mutants of Drosophila, 813 
exonuclease VIII activity, mutagen-induced mu- 
tant, Escherichia coli, 261 
fingerprinting, inbreeding assessment in chickens, 
161 
heteroduplex, preferential strand transfer during, 
yeast, 753 
polymorphism 
fixation time, 447 
populations, from restriction data, chimpanzee, 
873 
sequence and discovery, rlJA gene, bacteriophage 
T4, 237 

DNA, complementary, cloning of DNA repair gene 
uvsF, transformation, Aspergillus nidulans, 341 

DNA, mitochondrial, selection on RFLP differences, 
Drosophila simulans, 551 

DNA, nuclear, RFLP, introgressive hybridization, Af- 
rican and European honeybees, 611 

DNA, ribosomal, amplified spacer without rRNA 
genes, unusual Y chromosome, Drosophila si- 
mulans, 399 

Drosophila, 91 

Drosophila mauritiana, 103 

Drosophila melanogasier, 41, 51, 77, 91, 115, 129, 
141, 383, 407, 515, 527, 535, 557, 579, 585, 


599, 783, 795, 803, 813, 821, 833, 845, 371 
Drosophila simulans, 399, 551 
Drug resistance 
cellular, mathematical models, gene amplification, 
633 
multiple, gene amplification of two loci, yeast, 13 
Dunn, I.C., mouse genetic mapping, 231 
Duplication, tandem, Kn 1-0 allele, maize, 623 


Embryogenesis, dominant maternal-effect mutations, 
embryonic lethality, Caenorhabditis elegans, 351 

Escherichia coli, 261, 275, 683, 691 

Esterase, production of null mutants, ges-1, Caenor- 
habditis elegans, 505 

Ethanol, vapor resistance, increased selection re- 
sponse, Drosophila melanogaster, 585 

Eukaryotes, transcription termination by RNA polym- 
erase III, ret]-1 yeast mutant, 293 


Fertility 
germ line sex determination, ovo locus, Drosophila 
melanogaster, 535 
male Drosophila melanogaster, two tests of Y chro- 
mosomal variation, 527 
Fitness model, alternative, same allele frequency dy- 
namics, 201 
Formate dehydrogenase, nitrate-inducible, structural 
genes for, Escherichia coli K-12, 691 
Frameshift, detection of mutations, JacZ mutations, 
Escherichia coli, 275 
Fungus 
filamentous, long-lived strain, analysis of, 775 
mating, role of similarity and difference, 457 


Gamete, eliminator, genic nature, rice, 183 
Gene 

actin, Ceratitis capitata, 155 

Adh of Hawaiian Drosophila, tissue-specific expres- 
sion phenotypes, Drosophila melanogaster trans- 
formants, 599 

amplification, mathematical models, cellular drug 
resistance and tumorigenicity, 633 

amplification of two loci, multiple drug resistance, 
yeast, 13 

caudate, mouse mutations, 855 

conversion, rrn operon spacer exchange, Escherichia 
coli, 683 

dilute suppressor, coat color mutations, mouse, 421 

expression, catalase null allele at Cat3 locus, maize, 
867 

fog-1, spermatogenesis, Caenorhabditis elegans, 29 

fusion, Drosophila, two dominant vg alleles in, 833 

GAL4, mutations, GAL80-interactive functions of 
yeast protein, 21 

GAL3 signal transduction, GAL4 protein-dependent 
transcription, yeast, 281 

ges-1, production of null mutants, Caenorhabditis 
elegans, 505 


interacting, microtubule function, Drosophila mela- 
nogaster, 77 

light, organization and expression, Drosophila mela- 
nogaster, 129 

PET 123, translation, yeast mitochondria, 495 

polycombeotic, mutations, Drosophila, 91 

rlIA 


DNA sequence and discovery, bacteriophage T4, 
237 


regulation of mRNA synthesis, bacteriophage 
T4, 249 
Shaker complex, genetic analysis, Drosophila mela- 
nogaster, 383 
Sn, light dependence and tissue specificity, maize, 
193 
TRK2, low affinity K* transport, yeast, 305 
uvsF, transformation, Aspergillus nidulans, 341 
Genotypes, parental, inheritance of metabolic flux, 
within-sibship mean and variance, 655 
Glucose-6-phosphate dehydrogenase, allozyme poly- 
morphism, Drosophila melanogaster, 845 


Heterochromatin, molecular and cytogenetic analysis, 
Drosophila melanogaster X, cloned DNA se- 
quence in, 821 

Homothallism, alternative self-diploidization, Saccha- 
romyces cerevisiae, 729 

Honeybees, African and European, parental analysis, 
introgressive hybridization, 611 

Hybrid dysgenesis, mutations induced by, Triplo-lethal 
locus of Drosophila melanogaster, 795 

Hydrolases, vacuolar, Saccharomyces cerevisiae, 739 


Idiomorph, fungal mating, role of similarity and dif- 
ference, 457 


Light, -dependent and tissue-specific gene, maize, 193 
Locus 
hay", tubulin gene mutations, Drosophila melano- 
gaster, 77 
Mtv proviral loci, NXSM_ recombinant inbred 
strains, mouse, 431 
nod, distributive segregation, Drosophila melano- 
gaster, 115 
Notch, interactions of vestigial and scabrous, Droso- 
phila melanogaster, 41 
ovo, germ line sex determination, Drosophila mela- 
nogaster, 535 
Zw region in Drosophila melanogaster, molecular and 
phenotypic variation, 407 


Maize 
Cat3 locus, catalase null allele at, 867 
light-dependent and tissue-specific gene, 193 
tandem duplication, Kn 1-0 allele, 623 
Major histocompatibility complex, genetics of survival 
in mice, 167 
Mapping 


7 


comparative genetic linkage, mouse chromosome 
10, 855 
functions, 669 
inheritance of metabolic flux, within-sibship mean 
and variance, parental genotypes, 655 
mouse genetic, I.C. Dunn, 231 
Mtv proviral loci, NXSM_ recombinant inbred 
strains, mouse, 431 
RFLP linkage, recombination frequencies, crosses 
between heterozygous parents, 645 
Mating, fungal, role of similarity and difference, 457 
Meiosis 
single-division 
mixed segregation of chromosomes, Saccharomy- 
ces cerevisiae, 475 
segregation tendencies, centromeric regions, 487 
Melanogenesis, interaction of dilute suppressor gene, 
coat color mutations, 421 
Metabolic flux, inheritance, within-sibship mean and 
variance, parental genotypes, 655 
Microtubules, function in Drosophila melanogaster, in- 
teracting genes, 77 
Mitochondria, yeast, translation, 495 
Mitosis, recombination, W"/+ heterozygous mice, 175 
Mouse 
genetic linkage map, chromosome 10, 855 
genetic mapping, I.C. Dunn, 231 
genetics of survival, 167 
interaction of dilute suppressor gene, coat color mu- 
tations, 421 
mathematical models of gene amplification, cellular 
drug resistance, tumorigenicity, 633 
NXSM recombinant inbred strains, 431 
W“/+ heterozygous, mitotic recombination, 175 
Mutagen, -induced mutant of Escherichia coli, DNA 
exonuclease VIII activity, 261 
Mutagenesis, hybrid dysgenesis, Triplo-lethal locus of 
Drosophila melanogaster, 795 
Mutants 
direct selection, increased K* transport, yeast, 313 
DNA polymorphism and fixation time, 447 
maize, tandem duplication, Kn 1-0 allele, 623 
null, major intestinal esterase gene, Caenorhabditis 
elegans, 505 
Mutations 
chromosomal assignment, specific chromosome 
loss, yeast, 333 
coat color, interaction of dilute suppressor, mouse, 
421 
dominant maternal-effect, embryonic lethality, Cae- 
norhabditis elegans, 351 
GAL4, transcriptional activation, yeast GAL4 pro- 
tein, 21 
IacZ, detection of frameshift mutations, Escherichia 
coli, 275 
interacting genes affecting microtubule function, 
Drosophila melanogaster, 77 
mar2(sir3), extragenic suppressors, yeast, 321 


phenotypic and genetic analysis of Clock, Drosophila 
melanogaster, 557 

polycombeotic, maternal and zygotic phenotypes, Dro- 
sophila, 91 

transvection in ultrabithorax domain, bithorax com- 
plex, Drosophila melanogaster, 371 


Nitrate, regulation, formate dehydrogenase, Esche- 
richia coli K12, 691 

Nitrogen mustard, hypersensitivity, mus308 mutants 
of Drosophila, 813 

Nucleotides, diversity, restriction data estimation, 
chimpanzee, 873 


Operons, rRNA, exchange of spacer regions, Esche- 
richia coli, 683 


Phenotypes 
insertion and excision of mariner, Drosophila maur- 
itiana, 103 
maternal and zygotic, mutations in polycombeotic, 
Drosophila, 91 
tissue-specific expression, Hawaiian Drosophila Adh 
genes, Drosophila melanogaster transformants, 
599 
Plants, crosses between heterozygous parents, fre- 
quencies and construction, RFLP linkage maps, 
645 
Pleiotropy, quantitative genetic consequences, stabi- 
lizing and directional selection, 207 
Podospora anserina, 775 
Polymerase collision hypothesis, bacterial organiza- 
tion of chromosomes, Bacillus subtilis, 703 
Polymorphism 
allozyme, glucose-6-phosphate 
comparison of activities, 845 
DNA, fixation time, 447 
restriction fragment length 
introgressive hybridization, African and Euro- 
pean honeybees, 611 
selection in mitochondrial DNA, Drosophila si- 
mulans, 551 
two tests of Y chromosomal variation, male fertility, 
Drosophila melanogaster, 527 
Zw locus region, molecular and phenotypic varia- 
tion, Drosophila melanogaster, 407 
Population 
three sizes, selection for wing-tip height, Drosophila 
melanogaster, 579 
two sizes, selection for ethanol vapor resistance, 
Drosophila melanogaster, 585 
Potassium 
increased transport, direct selection for mutants, 
yeast, 313 
low affinity transport, TRK2, yeast, 305 
Potassium current, genetic analysis of Shaker gene 
complex, Drosophila melanogaster, 383 
Protease, deficiency, vacuolar biogenesis in Saccharo- 


dehydrogenase, 


myces cerevisiae, 739 
Protein 
GAL3 signal transduction, GAL4 protein-dependent 
transcription, yeast, 281 
P22 tailspike mutation, intragenic suppression, 673 


Recombination 
break-join, phage A, 463 
frequencies and construction of RFLP linkage 
maps, crosses between heterozygous parents, 
plants, 645 
meiotic, preferential strand transfer during, yeast, 
753 
mitotic, W“/+ heterozygous mice, 175 
Restriction-site data, populations from, estimating av- 
erage number of nucleotides, chimpanzee, 873 
Rice, genic nature of gamete eliminator, 183 
RNA, messenger 
regulation of synthesis, rIJA gene, bacteriophage 
T4, 249 
translation in yeast mitochondria, 495 
RNA, ribosomal 
amplified rDNA spacer without rRNA genes, un- 
usual Y chromosome, Drosophila simulans, 399 
operons, exchange of spacer regions, Escherichia 
coli, 683 
RNA polymerase III, transcription termination, ret1- 
I mutant, 293 
Robertson, Alan, memorial, 1 


Saccharomyces cerevisiae, 1, 13, 21, 281, 293, 305, 313, 
321, 333, 475, 487, 495, 729, 739, 753, 763 
Salivary gland, chromosome region 73AD, cytoge- 
netic analysis, 783 
Salmonella typhimurium, 709, 719 
Segregation 
centromeric control, single-division meiosis, yeast, 
487 
distributive, Drosophila melanogaster, 115 
negative distortion in SD system, differential sensi- 
tivity of alleles, Drosophila melanogaster, 515 
Segregation distortion, meiotic drive system of Dro- 
sophila melanogaster, examination, mutable sys- 
tem, 51 
Selection 
ethanol vapor resistance in two population sizes, 
Drosophila melanogaster, 585 
frequency-dependent, diallelic, pairwise interaction 
model, 215 
RFLP differences, mitochondrial DNA, Drosophila 
simulans, 551 
stabilizing and directional, quantitative genetic con- 
sequences, pleiotropy, 207 
wing-tip height in three population sizes, Drosophila 
melanogaster, 579 
Sex determination 
fog-1 gene, spermatogenesis, Caenorhabditis elegans, 
29 


germ line of Drosophila melanogaster, ovo locus, 535 
Spermatogenesis, fog-1 gene, Caenorhabditis elegans, 
29 


Suppressors, extragenic, mar2(sir3) mutations, yeast, 
321 
Survival, genetics of, mouse, 167 


Transformants, Drosophila melanogaster, 599 
Translation, yeast mitochondria, 495 
Transposeable element 
examination of mutable system, segregation dis- 
torter meiotic drive, Drosophila melanogaster, 
51 
insertion and excision of mariner, Drosophila maur- 
itiana, 103 
response to artificial selection and, Drosophila mel- 
anogaster, 803 
Transposon, Kn 1-0 allele, tandem duplication, maize, 
623 
Transvection, ultrabithorax domain of bithorax com- 
plex, Drosophila melanogaster, 371 
Triplo-lethal, locus of Drosophila melanogaster, muta- 
tions induced by hybrid dysgenesis in, 795 
Tubulin, microtubule function, interacting genes, 
Drosophila melanogaster, 77 
Tumorigenicity, cellular drug resistance and, mathe- 
matical models, gene amplification, 633 


Vacuolar biogenesis, characterization of PEP5, Sac- 
charomyces cerevisiae, 739 


Yeast 

chromosomal assignment of mutations, specific 
chromosome loss, 333 

cytochrome ¢, 1 

direct selection for mutants, increased K* transport, 
313 

extragenic suppressors, mar2(sir3) mutations, 321 

GAL4 mutations, transcriptional activation, 21 

GAL3 signal transduction, GAL4 protein-dependent 
transcription, 281 

gene amplification of two loci, multiple drug resist- 
ance, 13 

low affinity K* transport, TRK2, 305 

meiotic recombination, preferential strand transfer 
during, 753 

mitochondria, translation, 495 

mixed segregation of chromosomes, single-division 
meiosis, 475 

mutants of, mitotic transmission of artificial chro- 
mosomes, 763 

retl-] mutant, transcription termination, RNA po- 
lymerase III, 293 

single-division meiosis, segregation tendencies, cen- 
tromeric regions, 487 


Zea mays, 623 


5 


TABLE OF CONTENTS 
to Volume 125, May—August, 1990 


ASMUSSEN, MARJORIE A., and ERAJ BASNAYAKE, Frequency-dependent selection: the high 
potential for permanent genetic variation in diallelic, pairwise interaction model .... 215-230 


BARTON, M. KATHRYN, and JUDITH KIMBLE, fog-1, a regulatory gene required for specifi- 
cation of spermatogenesis in the germ line of Caenorhabditis elegans 29-39 


BELOTE, JOHN M., F. MICHAEL HOFFMAN, MICHAEL MCKEOWN, REGINA L. CHORSKY 
and BRUCE S. BAKER, Cytogenetic analysis of chromosome region 73AD of Drosophila 
melanogaster 783-793 


BERG, BARBARA L., and VALLEY STEWART, Structural genes for nitrate-inducible formate 
dehydrogenase in Escherichia coli K-12 691-702 


BHAT, P. JAYADEVA, DAHLKYUN OH and JAMES E. Hopper, Analysis of the GAL3 signal 
transduction pathway activating GAL4 protein-dependent transcriptions in Sac- 
charomyces cerevisiae 


BoyD, JAMES B., KENGO SAKAGUCHI and PAUL V. HARRIS, mus308 mutants of Drosophila 
exhibit hypersensitivity to DNA cross-linking agents and are defective in a deox- 
yribonuclease 813-819 


BRYAN, GLEN, DAN GARZA and DANIEL HARTL, Insertion and excision of the transpos- 
able element mariner in Drosophila 103-114 


CLARK, ANDREW G., Two tests of Y chromosomal variation in male fertility of Drosophila 
melanogaster 527-534 


Crow, JAMES F., Mapping functions 669-671 


Cupp ces, CLAIRE G., MILA CABRERA, CHRIS CRUZ and JEFFREY H. MILLER, A set of lacZ 
mutations in Escherichia coli that allow rapid detection of specific frameshaft mutations 275-280 


DAEGELEN, PATRICK, and EDWARD Bropy, The r/IA gene of bacteriophage T4. I. Its 
DNA sequence and discovery of a new open reading frame between genes 60 and rlIA 237-248 


DAEGELEN, PATRICK, and EDWARD Bropy, The r//JA gene of bacteriophage T4. II. Regu- 
lation of its messenger RNA synthesis 249-260 


DENNISTON, CARTER, and JAMES F. Crow, Alternative fitness models with the same allele 
frequency dynamics 201-205 


DEVLIN, ROBERT H., BRENDAN BINGHAM and BARBARA T. WAKIMOTO, The organiza- 
tion and expression of the light gene, a heterochromatic gene of Drosophila melanogaster 129-140 


Dorer, DouGtas R., and ALAN C. CHRISTENSEN, The unusual spectrum of mutations 
induced by hybrid dysgenesis at the Triplo-lethal locus of Drosophila melanogaster 795-801 


DUSHAY, MITCHELL S., RONALD J. KONOPKA, DOMINIC ORR, MARY L. GREENACRE, 
CHARALAMBOS P. KyRIACOU, MICHAEL ROSBASH and JEFFREY C. HALL, Phenotypic 
and genetic analysis of Clock, a new circadian rhythm mutant in Drosophila melanogaster 557-578 


EANES, WALTER F., LAURA KATONA and MARK LONGTINE, Comparison of in vitro and in 
vivo activities associated with the G6PD allozyme polymorphism in Drosophila 
melanogaster 845-853 


EICHER, EvA M., and BARBARA K. LEE, The NXSM recombinant inbred strains of mice: 
genetic profile for 58 loci including the Mw proviral loci 431-446 


FANDL, JAMES P., LAUREN K. THORNER and STANLEY W. ARTZ, Mutations that affect 
transcription and cyclic AMP-CRP regulation of the adneylate cyclase gene (cya) of 
Salmonella typhimurium 719-727 


FERRUS, A., S. LLAMAZARES, J. L. DE LA PompPa, M. A. TANOUYE and O. PONGs, Genetic 
analysis of the Shaker gene complex of Drosophila melanogaster 383-398 


281-291 


GAVAzzi, GIUSEPPE, MARIANGELA MEREGHETTI, GABRIELLA CONSONNI and CHIARA 
TONELLI, Sn, a light-dependent and tissue-specific gene of maize: the genetic basis of 
its instability 

GELMAN, REBECCA, ADA WATSON, EDMOND YUNIS and R. MICHAEL WILLIAMS, Genetics 
of survival in mice: subregions of the major histocompatibility complex 


Go ic, KENT G., Examination of a mutable system affecting the components of the seg- 
regation distorter meiotic drive system of Drosophila melanogaster 


HAFFTER, PASCAL, THOMAS W. MCMULLIN and THoMas D. Fox, A genetic link bet- 
ween an mRNA-specific translational activator and the translation system in yeast 
mitochondria 


HALL, H. GLENN, Parental analysis of introgressive hybridization between African and 
European honeybees using nuclear DNA RFLPs 


HARVEY, STEVE, and CHARLES W. HILL, Exchange of spacer regions between rRNA 
operons in Escherichia coli 


HayMeER, DAVID S., JOAN E. ANLEITNER, MEI HE, SUJINDA THANAPHUM, STEPHEN H. 
SAUL, JOHN Ivy, KATHY HOUTCHENS and LORETTA ARCANGELI, Actin genes in the 
Mediterranean fruit fly, Ceratitis capitata 


HIRAIZUMI, YUICHIRO, Negative segregation distortion in the SD system of Drosophia 
melanogaster: a challenge to the concept of differential sensitivity of Rsp alleles 


JAMES, PHILIP, and BENJAMIN D. HALL, ret]-1, a yeast mutant affecting transcription 
termination by RNA polymerase III 


JusTIcE, MONICA J., LINDA D. SIRACUSA, DEBRA J. GILBERT, NORA HEISTERKAMP, JOHN 
GROFFEN, KIRAN CHADA, COLLEEN M. SILAN, NEAL G. COPELAND and NANCY A. 
JENKINS, A genetic linkage map of mouse chromosome 1/0: localization of eighteen 
molecular markers using a single interspecific backcross 


KIMMEL, MAREK, and DAviD E. AXELROD, Mathematical models of gene amplification 
with applications to cellular drug resistance and tumorigenicity 


Ko, CHRISTOPHER H., ANN M. BUCKLEY and RICHARD F. GABER, TRK2 is required for 
low affinity K* transport in Saccharomyces cerevisiae 


KUHNLEIN, U., D. ZADWORNY, Y. DAWE, R. W. FAIRFULL and J. S. GAVORA, Assessment 
of inbreeding by DNA fingerprinting: development of a calibration curve using de- 
fined strains of chickens 


LEPPERT, GREGORY, RAYMOND MCDEVITT, S. CARL FALCO, TINA K. VAN Dyk, MARION 
B. FICKE and JOHN GOLIN, Cloning by gene amplification of two loci conferring 
multiple drug resistance in Saccharomyces 


Lin, CHING-I. P., GEORGE P. Livi, JOHN M. Ivy and AMAR J. S. KLAR, Extragenic su- 
pressors of mar2(sir3) mutations in Saccharomyces cerevisiae 


LOHE, ALLAN R., and PAUL A. ROBERTS, An unusual Y chromosome of Drosophila sim- 
ulans carrying amplified rDNA spacer without rRNA genes 


Lyon, MAry F., L. C. Dunn and mouse genetic mapping 
MACKAY, TRUDY F. C., ALAN ROBERTSON (1920-1989) 


MAHAJAN, SURESH K., CHARLES C. CHU, DAVID K. WILLIS, ANN TEMPLIN and ALVIN J. 
CLARK, Physical analysis of spontaneous and mutagen-induced mutants of Escherichia 
coli K-12 expressing DNA exonuclease VIII activity 


MAINS, PAUL E., INGRID A. SULSTON and W. B. Woop, Dominant maternal-effect muta- 
tions causing embryonic lethality in Caenorhabditis elegans 


MATHOG, DAvID, Transvection in the Ultrabithorax domain of the bithorax complex of 
Drosophila melanogaster 


MAURIDES, PATRICIA A., JOHN J. SCHWARZ and PETER B. BERGET, Intragenic suppres- 
sion of a capsid assembly-defective P22 tailspike mutation 


193-199 


167-174 


51-76 


495-503 


611-621 


683-690 


155-160 


515-525 


293-303 


855-866 


633-644 


305-312 


161-165 


13-20 


321-331 


399-406 
231-236 

1-7 
261-273 
351-369 


371-382 


673-681 


- 


McGHEE, JAMES D., J. C. BIRCHALL, MAY A. CHUNG, DENISE A. COTTRELL, Lots G. 
EpGAR, P1A C. SVENDSEN and DENISE C. FERRARI, Production of null mutants in the 
major intestinal esterase gene (ges-1) of the nematode Caenorhabditis elegans 


METZENBERG, ROBERT L., The role of similarity and difference in fungal mating 


MIYASHITA, NAOHIKO T., Molecular and phenotypic variation of the Zw locus region in 
Drosophila melanogaster 


Moore, KAREN J., DEBORAH A. SWING, NEAL G. COPELAND and NANCY A. JENKINS, 
Interaction of the murine dilute suppressor gene (dsu) with fourteen coat color muta- 


NaG, DiLip K., and THOMAS D. PETES, Genetic evidence for preferential strand transfer 
during meiotic recombination in yeast 


NEI, MASATOSHI, and JOYCE C. MILLER, A simple method for estimating average number 
of nucleotide substitutions within and between populations from restriction data . . . . 


NIGRO, LOREDANA, and TIMOTHY PRouT, Is there selection on RFLP differences in 


OLIVER, BRIAN, DANIEL PAULI and ANTHONY P. MAHOWALD, Genetic evidence that the 
ovo locus is involved in Drosophila germ line sex determination 


ONO, BUN-ICHIRO, YUMIKO ISHINO-ARAO, KAZUHIRO TAKASUGI, MIYUKI TANIGUCHI, 
MISA FUKUDA, MITSUKO FUKUI, ISAMU MIYAKAWA and NOBUNDO SANDO, “Alter- 
native self-diploidization” or “ASD” homothallism in Saccharomyces cerevisiae: isolation 
of a mutant, nuclear-cytoplasmic interaction and endomitotic diploidization 


Oza, KALPESH, and ETTA KAFER, Cloning of the DNA repair gene, uusF, by transforma- 
tion of Aspergillus nidulans 


PALMER, ROBERT E., EILEEN HOGAN and DOUGLAS KOSHLAND, Mitotic transmission of 
artificial chromosomes in cdc mutants of the yeast, Saccharomyces cerevisiae 


PANTHIER, JEAN-JACQUES, JEAN-LOUIS GUENET, HUBERT CONDAMINE and FRANCOIS 
Jaco, Evidence for mitotic recombination in W“/+ heterozygous mice 


PHILLIPS, MARK D., and ALLEN SHEARN, Mutations in polycombeotic, a Drosophila poly- 
comb-group gene, cause a wide range of maternal and zygotic phenotypes 


RABINOW, LEONARD, and JAMES A. BIRCHLER, Interactions of vestigial and scabrous with 
the Notch locus of Drosophila melanogaster 


REGAN, CATHY L., and MARGARET T. FULLER, Interacting genes that affect microtubule 
function in Drosophila melanogaster: two classes of mutation revert the failure to com- 
plement between hay"? and mutations in tubulin genes 


RITTER, E., C. GEBHARDT and F. SALAMINI, Estimation of recombination frequencies and 
construction of RFLP linkage maps in plants from crosses between heterozygous 
parents 

SALMERON, JOHN M., JR., KERSTIN K. LEUTHER and STEPHEN A. JOHNSTON, GAL4 
mutations that separate the transcriptional activation and GAL80-interactive functions 
of the yeast GAL4 protein 


SANO, Y., The genic nature of gamete eliminator in rice 


SHARON, GIL, and GIORA SIMCHEN, Mixed segregation of chromosomes during single- 
division meiosis of Saccharomyces cerevisiae 


SHARON, GIL, and GIORA SIMCHEN, Centromeric regions control autonomous segrega- 
tion tendencies in single-division meiosis of Saccharomyces cerevisiae 


SHERMAN, FRED, Studies of yeast cytochrome c: how and why they started and why they 
continued 


SHRIMPTON, ANTHONY E., TRupDy F. C. MACKAY and ANDREW J. LEIGH BROWN, Trans- 
posable element-induced response to artificial selection in Droscphila melanogaster: mo- 
lecular analysis of selection lines 


505-514 
457-462 


407-419 


421-430 


753-761 


873-879 


551-555 


535-550 


729-738 


341-349 


763-774 


175-182 


91-101 


41-50 


77-90 


21-27 
183-191 


475-485 


487-494 


9-12 


803-811 


| 


SILLIKER, MARGARET E., and DONALD J. CUMMINGS, Genetic and molecular analysis of a 
long-lived strain of Podospora anserina 


SLATKIN, MONTGOMERY, and STEVEN A. FRANK, The quantitative genetic consequences 
of pleiotropy under stabilizing and directional selection 

STAHL, FRANKLIN W., MAURICE S. FOX, DARYL FAULDs and Mary M. STAHL, Breakjoin 
recombination in phage 

TajiMA, FuMiIO, Relationship between DNA polymorphism and fixation time 

THORNER, LAUREN K., JAMES P. FANDL and STANLEY W. ARTZ, Analysis of sequence 


elements important for expression and regulation of the adenylate cyclase gene (cya) of 
Salmonella typhimurium 


VEIT, BRUCE, ERIK VOLLBRECHT, JULIE MATHERN and SARAH HAKE, A tandem duplica- 
tion causes the Kn 1-0, allele of Knotted, a dominant morphological mutant of maize 


VIDAL, MARC, ANN M. BUCKLEY, FRANCOIS HILGER and RICHARD F. GABER, Direct 
selection for mutants with increased K* transport in Saccharomyces cerevisiae 


WADSWORTH, GREGORY J., and JOHN G. SCANDALIOS, Molecular characterization of a 
catalase null allele at the Cat? locus in maize 


WAKEM, L. PAUL, and FRED SHERMAN, Chromosomal assignment of mutations by specific 
chromosome loss in the yeast Saccharomyces cerevisiae 


WAKIMOTO, BARBARA T., and MARK G. HEARN, The effects of chromosome rearrange- 
ments on the expression of heterochromatic genes in chromosome 2L of Drosophila 
melanogaster 


WARD, PATRICK J., The inheritance of metabolic flux: expressions for the within-sibship 
mean and variance given the parental genotypes 


WesER, K. E., Increased selection response in larger populations. I. Selection for wing-tip 
height in Drosophila melanogaster at three population sizes 


WeseR, K. E., and L. T. DiGGINs, Increased selection response in larger populations. II. 


Selection for ethanol vapor resistance in Drosophila melanogaster at two population sizes 


WILLIAMS, JIM A., IAN M. SCOTT, AUDREY L. ATKIN, WILLIAM J. BROOK, MICHAEL A. 
RUSSELL and JOHN B. BELL, Genetic and molecular analysis of vg’ and vg”: two 
dominant vg alleles associated with gene fusion in Drosophila 


WOOLFORD, CAROL A., COLLEEN K. DIXON, MORRIS F. MANOLSON, ROBIN WRIGHT 
and ELIZABETH W. JONES, Isolation and characterization of PEP5, a gene essential for 
vacuolar biogenesis in Saccharomyces cerevisiae 


Wu, CHYONG-YI, JOHN MOTE, JR., and MARK D. BRENNAN, Tissue-specific expression 
phenotypes of Hawaiian Drosophila Adh genes in Drosophila melanogaster tranformants 


YAMAMOTO, MASA-TOSHI, ANDREW MITCHELSON, MARK TUDOR, KEVIN O’HARE, JANE 
A. DAvIEs and GEORGE L. GABOR MIKLOS, Molecular and cytogenetic analysis of the 
heterochromatin-euchromatin junction region of the Drosophila melanogaster X chro- 
mosome using cloned DNA sequences 


ZEIGLER, DANIEL R., and DONALD H. DEAN, Orientation of genes in the Bacillus subtilis 
chromosome 


ZHANG, PING, and R. SCOTT HAWLEY, The genetic analysis of distributive segregation in 
Drosophila melanogaster. 11. Further genetic analysis of the nod locus 


775-781 


207-213 


463-474 


447-454 


709-717 


623-631 


313-320 


867-872 


333-340 


141-154 


655-667 


579-584 


585-597 


833-844 


739-752 


599-610 


821-832 


703-708 


115-127 


